discarded. The assembly size was reduced from 508.45 Mb for the PacBio polished contigs, to 439.97 Mb after scaffolding, gap filling, reorientation, etc. Could the Authors clarify whether any sequences that formed part of the PacBio polished contigs were dropped during this process? If so, could the Authors comment on what these sequences were, e.g. organellar sequences, alternate haplotypes from heterozygous regions of the genome etc.â€¨ Genome assemble assessment I suggest changing the title of this section to "Genome assembly assessment". Please provide details of specific parameter settings used for each piece of software mentioned in this section. Page 8, line 160: Should "were closed to those of" read "was close to that of"? Repeat sequence analysis â€¨ Please provide details of specific parameter settings used for each piece of software mentioned in this section. Was any pre-masking of the de novo repeat library done for captured gene fragments present within repeats, or high-copy number genes, such as rDNA genes? If not, some of the protein-coding genes in the genome may have been erroneously counted within the repetitive fraction. The Authors need to clarify this point. Page 8, lines 166-169: The Authors report that the estimated repeat content of the yellowhorn genome is "higher than that of other species of the Malvaceae", but some of the species that are being compared with yellowhorn (i.e. Citrus sinensis and Dimocarpus longan) are not in the Malvaceae. Also, I'm not clear what the rationale is for specifically comparing the repeat content of yellowhorn with species from the Malvaceae; why not also compare it with species from the Brassicaceae, which are equally closely related? The Authors need to explain the reasoning behind their comparison. Also, the Authors should make clear that they have estimated the percentage of repetitive DNA in the genome assembly, i.e. the amount of repetitive DNA is expressed as a percentage of the assembly size, not the genome size. If the assembly is incomplete then the percentage of repetitive DNA in the actual genome may be different. Genome annotation Please provide details of specific parameter settings used for each piece of software mentioned in this section. Page 8, lines 174-175: "The obtained ORFs were used for training ab initio predictors on repeat-masked genome". If a hard-masked version of the genome assembly is being used here, and the repeat masking did not account for high copy numbers genes and the possibility of captured gene fragments (see comment in section above), then some protein coding genes may be missed because they have been erroneously masked as repeats. This could lead to an underestimation of the number of genes within the X. sorbifolium genome. Page 9, line 178: "To predict homology genes"; should really read "To predict genes based on similarity". Page 9, lines 178-180: The Authors list a number of plant species whose proteins were used to aid gene prediction. Although there is a list of URLs at the end of the manuscript that indicates where these data were obtained from, this isn't actually referred to here. Also, the Authors need to state the exact versions of assemblies and annotations that were used for each of the species. Also, full species names should be given upon their first mention in the text; I don't think the full name for A. occidentale is given anywhere. Page 9, lines 186-187: Please provide details of any parameter settings used for the database search, and also give references for the databases. Comparative phylogenomics â€¨ Page 9, : Please specify what software was used to filter the protein sequences; if a custom script was used, this should be provided. Also, were organellar sequences checked for and removed from the protein sets? Page 9, line 193: Please state which version of BLAST was used. Also, change "were used to ortholog by OrthoMCL" to "were used to predict putative orthologs with OrthoMCL". Also, specify any parameter settings used with OrthoMCL (e.g. the inflation parameter setting). Page 9, lines 193-194: "Orthogroups of 27,347 were constructed, followed by 9,905 species specific groups and 17,442 paralogs"; this needs rephrasing. I don't understand the distinction that is being made between "orthogroups" and "paralogs". It is important to recognise that, even if an OrthoMCL cluster is single copy it does not necessarily mean that all of the sequences in this group are orthologs. Both single and multi-copy "orthogroups" can contain a mixture of orthologous and paralogous sequences. Page 9, line 196: Please provide more details for the GO enrichment analysis. I.e. which test was used, which algorithm was run and what was used as the background. Page 10, line 199: "The protein sequences of 198 single copy orthogroups"; please clarify why these 198 groups in particular were selected for phylogenetic analysis. E.g. were these the only groups with a single sequence from each species? Also, as noted above, single-copy clusters from OrthoMCL are not necessarily comprised solely of orthologous sequences, and the combining of orthologs and paralogs may confound phylogenetic inference of species relationships. Page 10, line 201: Please provide details of the settings used with GBLOCKS. Page 10, line 204: Change "Divergent time" to "Divergence time". Page 10, line 206-207: "The evolutionary timescale of O. sativa and A. thaliana was obtained from TimeTree database and was used as calibrate point" would be better written as "The divergence time of O. sativa and A. thaliana was obtained from the TimeTree database and was used as calibration point". Also, please specify the exact value that was used for the calibration and include a reference for the database. Moreover, the use of a secondary calibration point, rather than fossil calibrations, is not ideal because this will likely already have a significant degree of uncertainty (see for example https://doi.org/10.1371/journal.pone.0148228). Another issue is whether the divergence time estimation results are based on a single MCMCtree run, which is not recommended, or whether multiple runs were performed and the results compared to ensure that they converged on similar mean divergence time estimates for each of the nodes. The Authors need to clarify this point. Page 10, lines 208-209: Suggest rephrasing "suggested that yellowhorn diverged from the common ancestral of D. longan at approximately 58.63 million years ago" to "suggested that yellowhorn and D. longan diverged from their most recent common ancestor approximately 58.63 million years ago". Also, as well as the points raised above regarding use of secondary calibration points and the need to perform multiple runs in MCMCtree, the divergence time estimate for Xanthoceras and Dimocarpus differs significantly from those obtained from other studies (as reported in TimeTree database, all of which come up with much older dates). How can the Authors explain this disparity?
Transcriptome analysis of tissue-specific expression Please provide details of specific parameter settings used for each piece of software mentioned in this section. Page 10, line 213: Change "ratio of 75.68%" to "rate of 75.68%". Page 11, line 224: Change "were the mostly enriched functions" to "were the most enriched functions". Also, this line refers to " Fig. 6 ", but this figure is missing from the manuscript, so I have not been able to review it. Discussion Page 11, line 230: "the other reported species of the Malvaceae family"; as already noted above, some of the species mentioned are not in the Malvaceae. Page 11, line 231-232: "repeats in yellowhorn genome appeared to have expanded as compared to T. cacao"; how do these assemblies compare in terms of contiguity/completeness and how do the methods of repeat analysis compare? Differences in these aspects could contribute to the apparent difference in repeat content between these two species. Page 11, line 236-237: "A new Xanthoceraceae family was published to alteration of family limits for Sapindaceae"; this sentence needs rephrasing. Page 11, line 236-237: "The result of comparative phylogenomics suggested that yellowhorn diverged fromâ€¨the common ancestral of D. longan within Sapindaceae". I cannot see how this conclusion can be drawn, as yellowhorn and D. longan are the only representatives of the Sapindaceae included in the analysis. â€¨ Figure and Table Legend  Figure 4 : Please provide details of the software used to generate this figure. Figure 5 : Rephrase "Orthologue clustering"; as commented above, OrthoMCL clusters sequences into groups of putative orthologs and paralogs. Also, change "Phylogenetic tree and divergence time" to "Phylogenetic tree and estimated divergence time". Also, change "numbers beside the branching nodes" to "numbers above the branches". Moreover, more explanation of the labels on the tree is needed, i.e. state what the numbers in brackets represent (credibility intervals?) and explain the scale-bar. Bootstrap support values also need to be added Table 4 : Correct spelling of "yellowgorn" to "yellowhorn". Reference dataâ€¨URLs Some of the URLs just point towards a general site (e.g. jgi) and do not link to the specific data used. Tables  Table 1: The "Library type" and "Insert size" columns are basically redundant and could be combined. Also, I'm not sure it makes sense to include the stats for the BioNano data in this table, because it is not actual sequence data. Remove "(bp)" from the heading for the "No. of reads" column. Also, please double-check all values for total base pairs and reads retained after trimming, because appear to be wrong. Figures  Figure 5 : In part A, change the labels that say "Multi-copy orthologs", "Single-copy orthologs" etc., to "Multi-copy OrthoMCL clusters" or "Multi-copy gene clusters" etc. In part B, bootstrap support values need to be added to the phylogenetic tree. Also, the layout needs to be improved because some of the labels are on top of branches and cannot be read properly. Figure 6 is mentioned in the text, but was missing from the manuscript.
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